Multiple primary tumors (MPTs) affect a substantial proportion of cancer survivors and can result from various causes, including inherited predisposition. Currently, germline genetic testing of MPT-affected individuals for variants in cancer-predisposition genes (CPGs) is mostly targeted by tumor type. We ascertained pre-assessed MPT individuals (with at least two primary tumors by age 60 years or at least three by 70 years) from genetics centers and performed whole-genome sequencing (WGS) on 460 individuals from 440 families. Despite previous negative genetic assessment and molecular investigations, pathogenic variants in moderate-and high-risk CPGs were detected in 67/440 (15.2%) probands. WGS detected variants that would not be (or were not) detected by targeted resequencing strategies, including low-frequency structural variants (6/440 [1.4%] probands). In most individuals with a germline variant assessed as pathogenic or likely pathogenic (P/LP), at least one of their tumor types was characteristic of variants in the relevant CPG. However, in 29 probands (42.2% of those with a P/LP variant), the tumor phenotype appeared discordant. The frequency of individuals with truncating or splice-site CPG variants and at least one discordant tumor type was significantly higher than in a control population (c 2 ¼ 43.642; p % 0.0001). 2/67 (3%) probands with P/LP variants had evidence of multiple inherited neoplasia allele syndrome (MINAS) with deleterious variants in two CPGs. Together with variant detection rates from a previous series of similarly ascertained MPT-affected individuals, the present results suggest that first-line comprehensive CPG analysis in an MPT cohort referred to clinical genetics services would detect a deleterious variant in about a third of individuals.
Introduction
Inherited cancer-predisposition syndromes account for a significant minority of cancer diagnoses and provide important opportunities for high-impact clinical intervention (in probands and their relatives) through preventative strategies in unaffected individuals (e.g., surveillance scans, prophylactic surgery, and chemoprevention) and personalized therapies in those with cancer. Constitutional genetic variants in cancer-predisposition genes (CPGs) can predispose to a wide spectrum of tumors and levels of risk, although individual CPGs are usually associated with specific tumor types. 1 Traditionally, genetic testing for inherited cancer syndromes has been performed on single or several CPGs selected according to the tumor phenotype in the individual or family. Latterly, next-generation sequencing (NGS) has transformed genetic diagnostics by enabling the cost-effective analysis of large numbers of candidate genes. To date, the major factors prompting investigation for germline CPG variants have been family history and features of specific familial cancer syndromes. In addition, early age at cancer diagnosis and the occurrence of multiple primary tumors (MPTs) in the same individual are well recognized indicators of genetic susceptibility. 2, 3 MPTs occur at appreciable frequency and are becoming more common with aging populations and increasing cancer survivorship. 4 Aside from genetic factors, non-genetic causes of MPT include environmental exposures relevant to multiple tumor types and carcinogenic cancer treatment. Clinical NGS assays for possible inherited cancer predisposition generally take the form of single-gene or multigene panels of CPGs, but genome-wide analysis through wholeexome sequencing (WES) or whole-genome sequencing (WGS) is also possible. Although more expensive than WES, WGS should provide the most comprehensive analysis because it (1) can effectively interrogate all coding and non-coding areas of the genome, (2) provides more uniform read coverage than WES, particularly in areas where target enrichment and capture are difficult, 5, 6 and (3) is able to detect a wide range of structural variations, such as deletions, translocations, and inversions. 7 However, WGS is still in its infancy as a clinical diagnostic tool, and few assessments of its application in hereditary cancer have appeared in the literature. In this study, we applied WGS to a large heterogeneous pre-assessed MPT cohort (460 individuals from 440 families) to investigate the potential role of comprehensive CPG analysis in this group.
Material and Methods
The study design is summarized in Figure 1 .
Participants 460 participants from 440 families were recruited through clinical genetics services in the UK (442 individuals), Greece (nine individuals), Hong Kong (three individuals), the US (three individuals), Israel (two individuals), and Ireland (one individual). In each family, there was a clinical suspicion of a cancer-predisposition syndrome, but routine genetic assessment and testing had not identified a germline molecular genetic diagnosis at the time of recruitment. 435 individuals had developed MPTs (defined here as at least two primaries by age 60 years or at least three by 70 years), and 25 had developed a single primary tumor and had a first-degree relative with MPTs. Tumors in the same tissue type and organ were considered separate primary tumors if, in the case of paired organs, they occurred bilaterally or if the medical record clearly denoted them as distinct. International Agency for Research on Cancer criteria for defining separate primaries were also used. 8 Tumor diagnoses in the series were labeled according to site and cell of origin (Table S1 ). All participants gave written informed consent to participate in the NIHR BioResource Rare Diseases, Molecular Pathology of Human Genetic Disease (HumGenDis), and/or Investigating Hereditary Cancer Predisposition (IHCAP) studies. The NIHR BioResource projects were approved by research ethics committees in the UK and appropriate ethics authorities in non-UK enrollment centers. Ethical approval for HumGenDis and IHCAP was given by the South Birmingham and East of England Cambridgeshire and Hertfordshire research ethics committees, respectively.
WGS and Panel Sequencing
WGS was performed on samples from study participants as part of the NIHR BioResource Rare Diseases study. 5 For 411 samples, the Illumina TruSight Cancer Panel (TCP) was also used (gene list in Table S2 ), and libraries were sequenced with an Illumina MiSeq. BCL files resulting from the sequencing were converted to FASTQ files with Illumina's bcl2fastq. FASTQ files were checked for coverage and other quality-control parameters with fastqc software. FASTQ files were aligned to the UCSC Genome Browser (hg19) with the Burrows-Wheeler Aligner (BWA-MEM) with default parameters and SAMtools for the generation of a binary compressed sequence alignment map (BAM) files. 11, 12 Variants were called from BAM files with the Genome Analysis Toolkit Unified Genotyper algorithm. 13, 14 All data were annotated with Variant Effect Predictor (VEP) v.87 on the basis of canonical transcripts.
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SNV and Indel Identification and Assessment
Variants were extracted from VCF files if they were within a gene specified in a comprehensive list of 83 CPGs (Table 1) and had a predicted Sequence Ontology (SO) consequence indicating a deleterious effect on protein function. The gene list used for analysis was initially composed of all genes listed in a 2014 review of CPGs 1 (n ¼ 114; gene list in Table S3 ) and/or those sequenced by the Illumina TCP (n ¼ 94). Two additional more recently described CPGs, namely NTHL1 (MIM: 602656) 16 and CDKN2B
(MIM: 600431), 17 were also included (Table S3) . We subsequently reviewed and filtered the genes to produce a list that would be applicable to referrals to clinical cancer genetic services. Genes were included if deleterious variants affecting them were associated with adult-onset tumors and if neoplastic lesions were likely to be a primary presenting feature. For example, SOS1 was not included because although Noonan syndrome is associated with increased neoplasia risk, other features of the condition are likely to prompt initial referral. In order to identify clinically relevant variants, we subjected the resulting data to a range of filters ( Figure S1 ). First, variants were removed if they failed to satisfy the quality criteria of a genotype quality (GQ) R 30 (a Phred-scaled probability that the called genotype is incorrect), read depth (DP) R 10 (at least ten reads covering the variant base [ 21 In order to consider a subset of non-truncating variants that are predicted to be pathogenic by in silico tools but do not appear in public databases, we also retained variants exceeding a Phred-scaled CADD 22 score threshold of 34 for further review.
CADD was selected for this purpose given that it incorporates a range of tools and consequently a number of lines of evidence. The threshold was chosen as the median of scores assigned to other variants (affecting any gene) deemed pathogenic according to the criteria described below. Therefore, as a second variant filtering process, variants were identified for retention solely on the basis of CADD scores after variants retained for other reasons were assessed. In the strategy described above, significant variants that are located in non-coding regions, such as introns, and affect genes in the gene list would not be extracted from the original VCF files because their SO consequence would not be in said list. Therefore, we used ClinVar to compile a list of known pathogenic variants falling outside of exons or splice sites and filtered VCFs on the basis of their genomic positions in a separate interrogation. Variants were incorporated in the list if they occurred in or near a gene in the list, were classified as near gene, non-coding RNA or untranslated region, and had at least two-star evidence of a P/LP effect. This process produced only three known pathogenic variants to search for in the WGS data. Distant non-coding variants affecting gene function (e.g., enhancers) were not considered in the current study.
Retained variants were subsequently excluded if their putative pathogenicity could be refuted by one of the following criteria: (1) a predicted protein-truncating variant for which there was at least two-star evidence of a benign or uncertain effect in ClinVar; (2) a predicted protein-truncating variant in a proto-oncogene in a list compiled on the basis of a literature review 1 (constitutional cancer-predisposing variants in proto-oncogenes are associated with gain-of-function variants, so truncation of the protein product is unlikely to increase tumor risk), (3) a predicted protein-truncating variant affecting <5% of the canonical transcript (according to the LOFTEE VEP plugin), (4) a variant affecting a gene associated with only recessive tumor predisposition (as defined by a literature review 1, 16, 23 ) unless an individual appeared to harbor two filtered variants in the same gene, and (5) a variant with HGMD DM status or that exceeded the CADD score threshold and had at least two-star evidence of a benign or uncertain clinical effect or one-star evidence if there were multiple submissions without a P/LP assertion.
We used the Integrated Genomics Viewer (IGV) 24 to review variants that had passed filters to check for issues such as adjacent variants affecting the predicted consequence or variants being located at the end of sequencing reads. Pathogenicity was then assessed according to the American College of Medical Genetics (ACMG) criteria (Table S4) , 25 
SV Identification and Assessment
Structural variant (SV) calls that were predicted to affect a gene on the gene list (n ¼ 83) were filtered and assessed according to the quality of the call, rarity of the variant, and biological plausibility of tumor predisposition caused by the variant ( Figure S2 ). We initially filtered SVs called by Canvas and/or Manta to retain those that were predicted to affect at least one exon, occurred at a frequency of less than 1% across all NIHR BioResource Rare Disease samples (n ¼ 9,110), and fulfilled minimum quality criteria (GQ R 30 for Manta, QUAL R 30 for Canvas). Remaining variants were regarded as potentially pathogenic if they affected a gene associated with tumor predisposition in the heterozygous state (unless there was evidence of homozygosity or compound heterozygosity) and fell into one of the following categories: (1) copy-number loss of coding regions of a tumor-suppressor gene, (2) copy-number gain of coding regions of a proto-oncogene, and (3) any SV type with a predicted breakpoint disrupting the gene. Subsequently, these SV calls were reviewed with IGV and excluded if they occurred in a copy-number variation map of the human genome 26 (hg19 stringent). The occurrence of tumors associated with disruption of particular genes in individuals harboring suspected SVs was noted in the same manner as for single-nucleotide variants (SNVs) and indels. BAM files corresponding to all suspected deleterious calls were reviewed in IGV. All SVs were confirmed with Sanger sequencing according to standard protocols. Inversions, translocations, and tandem duplications were confirmed by sequencing across breakpoints, whereas deletions were confirmed by fragment size resulting from long-range PCR if sequencing across the breakpoint was not possible. Primer sequences are available on request.
Comparison of MPT Series with Other Datasets
To consider how the tumor combinations in our series differed from those in the general population, we compared combination frequencies in our MPT data with a previously analyzed dataset from the East Anglia Cancer Registry (2009-2014; population size $5.5 million). Registry data recorded individuals with two cancer (or central nervous system [CNS] tumor) diagnoses before the age of 60 years and only included tumors occurring before that age. Consequently, only combinations in MPT data of two malignant (or CNS) tumors occurring before 60 years of age were considered for this comparison.
To compare detection rates of loss-of-function variants in our cohort with a large-scale WGS dataset unselected for neoplastic phenotypes, we interrogated gnomAD 18 (data downloaded in February 2018) for variants occurring in the same set of 83 genes. Only truncating or splice-site variants were considered for comparison purposes because these are less likely to be false positives and made up 52/63 (82.5%) (see Results) of the P/LP variants in our cohort. Variants extracted from gnomAD were filtered and assessed in the same manner as those occurring in the MPT cohort. The frequency of variants assessed as P/LP was also calculated for males and females, and the sex distribution of individuals in the gnomAD dataset (55.3% male and 44.6% female) was estimated with mean allele count across all positions in the gnomAD VCF file of chromosomes 1-22. In order to estimate gnomAD P/LP variant frequency as though the sex distribution was equivalent to that in the MPT series (23% male and 77% female), we applied the sex-specific frequency to the estimated total number of gnomAD females (n ¼ 6,929) and a reduced number of males (n ¼ 2,064) that would achieve the desired proportion. We then summed the respective allele-frequency estimates to provide a figure for comparison with the MPT series.
Calculation of Coverage
For BAM files from WGS and TCP data, coverage statistics for regions of interest were generated with SAMtools depth. 12 A BED file compiled with Ensembl BioMart 27 to represent translated exonic regions and splice sites of genes in the gene list was utilized for this purpose.
Statistical Analysis
All statistical tests were performed with R v. Table 2 (comprehensive lists are provided in  Tables S1 and S5 ). Representing 24.6% of the total, breast cancer was the most frequent tumor, and colorectal cancer was the second (9.9%). Prior genetic testing is described in Table S6 , and reasons for non-detection of the relevant variant are illustrated in Figure 2 . The occurrence of any two discordant primary tumors in the same individual was considered a tumor combination, and a total of 883 combinations and 327 combination types were observed (individuals with three or more discordant tumors had multiple combinations). 206 (63%) combination types occurred once, and 53 (16.2%) occurred twice. The 68 (20.8%) combination types occurring three or more times are illustrated in Figure 3 . The most frequent combination type was breast and colorectal cancer, which represented 5.8% of the total combinations. All combination types making up R1% of the total are shown in Table 2 .
To compare the distributions of tumor combinations in our MPT study cohort with a population-based dataset, we compared 313 MPT cohort individuals comprising 523 combinations with 471 individuals comprising 574 combinations in the East Anglia Cancer Registry data (Table S7 ). There was a significant difference (c 2 p value < 0.05) in the frequency of tumor combinations in 6/12 combination types that individually represented >1% of the total MPT cohort. Breast cancer in combination with ovarian, thyroid, lymphoid hematological, or kidney cancer was overrepresented in the MPT cohort, whereas breast cancer in combination with non-melanoma skin was underrepresented.
Information regarding previous genetic testing was available for 405/440 (92%) probands. No molecular Six occurrences of P/LP variants occurred in two members of the same family, and only three of these contributed to the detection rates quoted below. No pathogenic non-coding variants were identified. Overall, 63 variants in 17 genes in 61 (13.9%) probands were assessed as P/LP (summary in Table 3 ; full description with phenotype and previous testing in Table S6 ). Most were nonsense or frameshift variants. Individuals with variants in moderate-risk CPGs CHEK2 (MIM: 604373; n ¼ 14) and ATM (MIM: 607585; n ¼ 10) were the most frequent; one homozygote was detected for CHEK2: c.1100delC (p.Thr367Metfs) (Ensembl: ENST00000328354; GenBank: NM_007194.3]; annotated in our data as c.1229delC The 61 P/LP SNV and indels detected by WGS were confirmed by a second analysis (TCP for 51 variants and Sanger sequencing for ten variants).
Pre-testing information was available for 57/63 P/LP variants, 41/57 (71.9%) of which occurred in an individual who had at least one previous genetic test and 7/57 (12.3%) of which were eventually detected by clinical services. No P/LP variants were observed in genes that had previously been tested in a sample from the relevant individual by diagnostic services (Figure 2 ). The mean number of genes tested in those with a P/LP variant was 5.3, which was not significantly different from that in probands without such variants detected (Student's t test p ¼ 0.396).
Of the 61 probands identified with a P/LP variant, 36 (59%; 8.2% of all probands) had previously been diagnosed with a tumor typically associated with the relevant CPG. A further eight (1.8%) probands were found to harbor a VUS and had been diagnosed with an associated tumor.
Two probands harbored two P/LP variants in multiple CPGs. One individual with colorectal adenocarcinoma at age 50 years and breast cancer at 57 years carried a PMS2 frameshift variant (c.741À742insTGAAG [p.Pro247_ Ser248fs] [Ensembl: ENST00000265849; GenBank: NM_000535.6]) and a BMPR1A nonsense variant (Table 4) , two of whom had previously been diagnosed with tumors typically associated with variants in the relevant gene. An additional two had no associated tumor but a family history of such tumors in a first-degree relative (colorectal cancer at age 56 years for the individual with a SMAD4 translocation and renal cell carcinoma at age 69 for the individual with the TSC1 duplication). One individual with an inversion of PTEN exon 7 had been diagnosed with breast cancer at age 45 years and had a strong family history of this tumor, which had occurred in her sister (age 57 years), mother (age 57 years), and maternal cousin (age 49 years). The proband's sister had also been diagnosed with a borderline ovarian mucinous tumor and nasal basal cell carcinoma at 46 and 57 years of age, respectively, but WGS did not detect the PTEN inversion in her sample. Another individual had previously been investigated with germline FH sequencing after the diagnosis of multiple cutaneous leiomyomas and a family history of a firstdegree relative undergoing a hysterectomy for uterine leiomyomas. SV analysis revealed a whole-gene deletion of FH.
Combined Variant Detection Rate
After combining SVs passing our filters and ACMGassessed P/LP SNVs and indels, we observed a P/LP variant in 67 (15.2%) probands tested. 38 probands (8.6% of total) had such a variant and a typically associated tumor. There was no significant difference in P/LP detection rate between probands diagnosed with a rare tumor and those who hadn't been (27/ Limited numbers of family members participated in the study, preventing large-scale segregation analysis. Of the 69 P/LP variants (including SVs) of interest detected in probands, the relevant locus was sequenced in a family member on seven occasions. The relevant variant was detected in four of seven family members, two of whom had been diagnosed with a typically In the current study, we addressed whether comprehensive genetic analysis in pre-assessed individuals with MPTs might increase the diagnostic yield over routine targeted testing. Thus, we analyzed 460 MPT-affected individuals who had previously undergone routine genetic assessment and/or molecular testing (but without a molecular diagnosis) by using WGS for variants in 83 CPGs and identified a P/LP variant in 67/440 (15.2%) probands (incorporating SNVs, indels, and SVs), including those affected by moderate-and high-risk CPGs.
Because the MPT cohort reported here was mostly ascertained from UK genetics centers (and was similar to the previous retrospective cohort that did not have a known genetic cause), we estimate (by assuming that WGS would detect variants identified by routine targeted sequencing approaches) that comprehensive genetic analysis in a genetics-center-referred series of individuals with MPTs (and no prior genetic testing) would detect a P/LP variant in around a third of individuals (20.7% þ 12.1% [estimated under the assumption of a diagnostic yield of 15.2% in the 79.3% of individuals without a variant in routine testing] ¼ 32.8%). The estimated proportion of individuals with a P/LP variant and a typical tumor would be $27.5% (20.7% [all of those with variants detected by targeted analysis had a typical tumor] þ [79.3% 3 8.6% ¼ 6.8%]). Therefore, in individuals seen in a genetic clinic, the presence of MPTs (two tumors before 60 years of age or three before 70 years of age) could be taken as an indication for considering genetic testing.
The estimates for diagnostic yield are approximate and would be influenced by ascertainment processes but do suggest that a comprehensive testing for CPG variants significantly increases the detection of P/LP variants over the targeted testing that has been routinely employed in most genetics centers.
Most MPT-affected individuals (38/67 [56.7%] and 38/440 [8.6%] of all pre-assessed probands tested in the current study) with a P/LP variant had been diagnosed with a tumor type characteristically associated with variants in the relevant CPG, findings that have the greatest clinical utility. In, addition, a further 8/440 (1.8%) had a VUS and a previous diagnosis of a characteristic tumor. Such VUSs might eventually be reclassified as LP variants with further investigations (e.g., tumor studies or functional analysis) or additional clinical information (e.g., segregation analysis). However, interpretation of segregation data should be cautious in cancer-predisposition syndromes because of incomplete penetrance and a higher probability of phenocopies. Tumor studies for loss of heterozygosity do not provide absolute confirmation or exclusion of pathogenicity, and together these considerations reinforce the importance of data-sharing initiatives such as ClinVar. 20 A major influence on the number and pattern of variants detected in a study such as this is the tumor phenotypes occurring in the cohort, which in this case reflect both the population incidence and the patterns of referral for genetic assessment and investigation. Compared with MPT-affected individuals in cancer registries, our series is enriched with combinations such as breast-ovary (4.4% versus 1.9%) and breast-colorectal (5.5% versus 2.8%), most likely reflecting common cancers with a significant hereditary component and for which genetic testing has been routinely available for a number of years. Many of these cancers are sex specific, most likely contributing to the uneven sex distribution in this series. Some combination types making up >1% of MPT combinations, e.g., breast-thyroid (3.6% in MPT data), are not observed frequently (<1%) in the population-based cohort used here, which could be accounted for by referral prompted by suspicion of germline PTEN variants.
Breast cancer accounted for almost a quarter of tumors in our series, and most genes in which deleterious variants were detected are breast CPGs, many of which are not routinely tested in the UK. Pathogenic variants in ATM and CHEK2 are associated with moderate risks, 32,33 and
these genes had not been tested by the referring center in any of the individuals with P/LP variants. Six probands had pathogenic variants in PALB2, a gene initially thought to confer moderate risk 34 but subsequently reported to have a penetrance somewhere between that of moderate-and high-risk genes such as BRCA1 and BRCA2.
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Genes can remain uninvestigated by clinicians not only because of uncertainty surrounding risks but also because of recency of discovery. A number of CPGs in which variants were identified, such as MAX and FH, have been relatively recently described as causing pheochromocytoma and paraganglioma. The appearance of these variants in this analysis most likely reflects a lack of availability of testing at the time of consultation and subsequent referral for inclusion in the study. Molecular genetic testing has been available for other genes such as MLH1 and PTEN for a greater period of time, but some individuals appeared not to have fulfilled the clinical testing criteria applied in the referring center. TP53 is a further well-established CPG that is associated with diverse and multiple cancers and has clear clinical testing criteria that are often not fulfilled. Despite this, no pathogenic variants were detected. Germline TP53-variant-related phenotypes (including rare and/or early-onset cancers) are more clearly identifiable clinically and are less likely to appear in cohorts such as ours without specific ascertainment for them. Consistent with this are mutation detection rates of $4% in individuals with earlier-onset (%30 years) breast cancer 36 and $17% in MPT-affected individuals who were referred for germline TP53 testing and who generally fulfilled criteria for that investigation, had tumors characteristic of Li Fraumeni syndrome, and had an average age at diagnosis (of a first primary tumor) before 30 years.
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Although we report the application of WGS to an adult MPT series, other studies have used agnostic NGS strategies in cohorts with single-site cancer. The detection rate of pathogenic variants in these analyses could be influenced by the assay used, the variant filtering and assessment applied, and the nature of the series in terms of both phenotype and ascertainment. The application of a 76-gene panel to $1,000 cancer-affected adults referred for germline genetic testing and ACMG-guideline-based assessment of the resulting variants showed a 17.5% rate, 37 whereas tumor-normal sequencing of a similarly sized series with advanced cancer from the same center (regardless of genetic testing referral) reported an equivalent figure of 12.6%. 38 The genes containing the most frequent pathogenic variants in both studies were similar to those in the current study (BRCA1, BRCA2, CHEK2, and ATM), but the detection rates were lower than our estimate of around a third of newly referred MPT-affected individuals, most likely reflecting a greater likelihood of a germline pathogenic variant in both genetics referrals and in MPT-affected individuals. Studies of WGS and/or WES applied to unselected pediatric cancer series have also shown pathogenic-variant detection rates close to 10% but a contrasting range of affected genes, suggesting that TP53 and genes associated with embryonal tumors play a far greater role.
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Atypical One potential interpretation of these atypical tumor phenotypes is that the tumor spectrum associated with some CPGs is wider than currently recognized given that, to date, testing of particular genes has been limited to specific phenotypes. For example, although FH variants were demonstrated to predispose to RCC in 2002, they were shown to predispose to pheochromocytoma and paraganglioma 12 years later. [46] [47] [48] We therefore suggest that further ''agnostic'' research testing of a comprehensive panel of CPGs in MPT-affected individuals could lead to the identification of novel associations between genes and tumor phenotypes. Our observation of a significantly higher rate of loss-of-function variants associated with non-characteristic tumors in our cohort than in the gnomAD dataset suggests that at least some variants identified in individuals with atypical phenotypes are relevant. We would, however, urge caution in automatically linking a pathogenic CPG variant to the observed tumor phenotype without further evidence, such as larger studies of variant carriers or tumor studies that demonstrate a variant's causative effect. Another possibility is that tumors can occur coincidentally in the presence of a pathogenic constitutional CPG variant. Variants might be considered causative in some contexts or tissues (and would therefore be likely to pass our filtering and assessment) but potentially not in others. For example, an in-frame FH insertion (c.1433À1434insAAA [p.Lys477_Asn478insLys] [Ensembl: ENST00000366560; GenBank: NM_000143.3]) was identified in three individuals, none of whom had been diagnosed with typical hereditary leiomyoma or RCC tumors. This variant causes recessively inherited fumarate hydratase deficiency (MIM: 606812) and has been demonstrated to disrupt enzyme activity. 49 However, its significance to cancer predisposition in the heterozygous state is less well defined. Unusual MPT-CPG associations can occur when an individual harbors variants in multiple CPGs, either because (at least) one of the variants remains unidentified through diagnostic testing or because an interactive effect exists between them. We have previously reviewed this phenomenon and described it as multiple inherited neoplasia alleles syndrome (MINAS), 50 and WGS identified two further examples in our cohort. In the case of PMS2 and BMPR1A variants, the former appears to be penetrant on the basis of tumor studies, whereas the significance of the latter is unclear. Nevertheless, the identification of MINAS cases such as this provides clinicians the opportunity to obtain further evidence. For the individual with FH and MAX variants, it is easier to attribute the diagnosed pheochromocytomas to the truncating MAX variant, but evidence for the role of FH in this tumor type is accumulating, and this variant could have contributed to tumorigenesis.
Value of Germline WGS in the Analysis of MPTs Although WGS could arguably offer the most sensitive and comprehensive strategy for detecting germline CPG variants, it is resource intensive in terms of sequencing, data storage, and analytical capacity. In this study, the conservative variant filtering and assessment and the small number of non-coding variants that were used for data interrogation reduced the post-sequencing burden of variants, but small changes to these processes would lead to significant increases with uncertain clinical utility. The approximate cost per sample of WGS as part of the NIHR BioResource Rare Disease project is $1,400, consistent with figures collated by the National Human Genome Research Institute in 2016 and higher than the $1,000 per exome derived from that survey. 51 The TCP in our department is currently charged at around $450 per sample. Justification of the extra costs compared with those of other NGS assays, such as panel tests or WES, requires the demonstration that WGS can increase the diagnostic rate over that of other approaches through enhanced detection of coding SNVs and indels, SV identification, or analysis of non-coding regions. In our analysis, the TCP produced a higher mean depth but a slightly lower percentage of target bases covered at R103 than the equivalent regions in WGS data (99.1% versus 100%). WGS identified one TMEM127 SNV (assessed as a VUS) that wasn't detected by the TCP because the relevant nucleotide was covered by only two reads. Five additional filtered variants from the WGS data weren't called from panel data, and one of them was assessed as likely pathogenic. This was because the VAF was marginally below the chosen threshold, an issue that also accounted for the calling of two pathogenic variants from TCP data but not from WGS. Non-detection of lower-VAF variants could be resolved through more sensitive bioinformatic filtering of data from either assay. 15 genes on our list of 83 were not targeted by the panel (but no significant variants were detected in them). This illustrates the broader scope of WGS, but our results do not suggest that WGS offers enhanced CPG SNV or indel detection at present.
WGS identified six SVs predicted to affect a gene of interest, and two of these occurred in an individual whose personal or family history included tumors consistent with variants in that gene. The medical record showed no evidence that the individual with the PTEN inversion exhibited other features of constitutional variants in this gene, such as macrocephaly, as well as no record of an examination in a consultation where only BRCA1 and BRCA2 testing was anticipated. Although the numbers of potentially pertinent SVs are small, these aberrations are unlikely to be detected by panel or exome sequencing alone. Copynumber variation can be identified from the analysis of read counts in WES or panel data, 52 but most diagnostic laboratories rely on techniques such as multiplex probe ligation assays (MLPAs) to test individual genes. If MLPA analysis is applied to many genes, then the cost could make WGS more economical than WES or panel-based testing, but investigating this would require a detailed cost-benefit analysis. Furthermore, WGS can detect inversions and translocations that are not characterized by MLPA. A note of caution, however, arises from a deletion involving BRCA2 exons 14-16; we were made aware of this deletion by the referring clinician, but it was not detected through our analyses. Given the limited benefits of WGS over WES and panel analysis demonstrated in this study, a key advantage is the ability to prospectively or retrospectively interrogate regions that are not currently known to be clinically relevant. This includes novel CPGs (many of the P/LP variants in this analysis were detected because the gene or region was not available for testing at the time of consultation). WGS costs should therefore be considered in the context of possible future demand for re-investigation and the consequent resource burden required for this if the region of interest (including non-coding regions) is not sequenced in the first instance. Adequate systems for prioritizing and assessing the multitude of non-coding variants generated by WGS for clinical use do not yet exist. 53 Consequently, few clinically non-coding variants are currently known, and we did not identify any of them in this analysis. However, evidence of regulatory elements that influence the expression of any given gene is accumulating, 54 and high-throughput functional assays for studying them provide the opportunity to define diagnostically significant variants affecting CPGs. 55 If this process were able to elucidate clinically relevant variants, the case for WGS as a first-line investigative tool would become more compelling.
In summary, we have demonstrated that the application of comprehensive CPG testing to a cohort of previously investigated MPT-affected individuals resulted in the detection of multiple pathogenic variants with relevance to the management of those individuals and their relatives. The finding that comprehensive genetic analysis of MPT-affected individuals can frequently result in the identification of pathogenic CPG variants that cannot automatically be attributed as causative for the observed MPT clinical phenotype has important implications both for clinical practice and for future research into the phenotypic consequences of germline CPG variants. Summing together variant detection rates from a previous series of MPT-affected individuals ascertained in a similar manner and the present results suggests that first-line application of WGS (or other strategies for comprehensive CPG variant detection) to a clinical-genetics-referral-based cohort of MPT-affected individuals would detect a deleterious mutation in about a third of individuals, a large proportion of whom would not have a family history of cancer in a first-degree relative.
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